refers to persons who smoked at least one cigarette a day for at least 1 year consecutively or cumulatively during their lifetime. Drinking refers to persons who drank alcohol once a week or more for at least 1 year consecutively. Before conducting the study, approval was obtained from the Zhengzhou University Ethics Committee and the approved informed consent form was signed by each subject.
Research methods

The detection of genetic polymorphisms
Genomic DNA from peripheral blood was extracted in strict accordance with the Blood DNA Kit (BioTeke Corporation, Beijing, China) and to determine DNA purity and concentration. Six polymorphic loci of p53 rs1042522, p53 rs17878362, p53 rs1625895, p21 rs1801270, p21 rs1059234 and mdm2 rs3730485 from the three genes were detected using genomic DNA isolated from peripheral blood lymphocytes. For the detection method for genotyping, primer sequences and restriction endonucleases, the reader is referred to a previous publication by our group [9] .
The determination of cholinesterase activity
Cholinesterase activity was determined in strict accordance with the occupational health standards of the People's Republic of China (GBZ 52-2002) . The acetylthiocholine and dithio-bis-(nitrobenzoic acid) method was adopted to detect the cholinesterase activities in whole blood, erythrocytes and plasma. The specific principle is as follows: acetylthiocholine is hydrolysed to thiocholine and acetate under the action of cholinesterase. Quantitative analysis is performed of the yellow compound formed by thiocholine and dithio-bis-(nitrobenzoic acid). The amount of thiocholine can reflect the value of ChA. The measured absorbance of whole blood and plasma was substituted into the following formula to calculate the whole blood and plasma cholinesterase activities using the acetylthiocholine and dithio-bis-(nitrobenzoic acid) method. The subtraction of plasma ChA from whole blood ChA gives erythrocyte ChA. Comparison of the cholinesterase activities between the exposure group and the control group. The data are represented asx ± s. WBCA, whole blood cholinesterase activity; ECA, erythrocyte cholinesterase activity; PCA, plasma cholinesterase activity. Table 1 . General characteristics of exposure and control groups. To compare the two groups, two independent sample t-test was adopted for the difference of age; the remaining variables were analysed with the χ 2 -test. Figure 1 shows the results of cholinesterase activity measurement in the two groups. The results of t-tests showed that the cholinesterase activities of whole blood, erythrocytes and plasma in the exposure group were lower than those in the control group (2.47 ± 0.53 versus 3.89 ± 0.80, 2.09 ± 0.52 versus 3.06 ± 0.65, 0.38 ± 0.21 versus 0.82 ± 0.24, p < 0.001). The three sets of data were normally distributed and had the same changing trend, and in accordance with their formula, the erythrocyte ChA was selected as representative to fully simplify the analysis process.
3.4. The effects of sex, age, smoking, drinking and working duration on cholinesterase activity
The results in table 2 show that the cholinesterase activities of red blood cells were associated with gender, smoking and drinking in the exposure group (p < 0.05), whereas age and working duration had no effect (p > 0.05); gender, age, smoking and drinking had an effect on the ChA in the control group (p < 0.05). Cholinesterase activities had statistically significant differences between the two groups in different stratification of gender, age, smoking and drinking (p < 0.001). According to the segments of Chinese age, we regarded 40 years old as the boundary and divided age into the low age group and the high age group. 
The relationship between genetic polymorphisms and cholinesterase activity
The genotype distribution for each genetic polymorphism locus did not deviate from the HardyWeinberg balance (p > 0.05), suggesting the control samples had representativeness. We regarded the wild homozygous genotype as a reference to analyse the differences of cholinesterase activities between the genotypes. As the wild homozygous genotype of the rs1625895 locus and the mutation homozygous genotype of the rs17878362 locus for gene p53 were only one case, respectively, in the exposure group, they would merge with the heterozygous genotype directly. The relationships between genetic polymorphism and ChA are illustrated in table 3. The results show that there was a statistically significant difference in the ChA among the genotypes of the p21 rs1801270 locus in the control group (p = 0.033), and there were no statistically significant differences among the genotypes of other loci (p > 0.05). significant gene-gene interaction model with the adjustment of gender, age, smoking, drinking and working duration (p > 0.05). However, according to the gene-environment interaction analysis after the adjustment of age and working duration, the results in row 7 show that p53 rs1042522, p53 rs1625895, p21 rs1801270, mdm2 rs3730485, sex, smoking and drinking had a potential interaction with ChA (p < 0.05), indicating that the ChA was the result of a combination of genes and environmental factors.
Effects of gene-gene and gene-environment interactions on cholinesterase activity
relationship between gene polymorphism and cholinesterase activity. p*, cholinesterase activity was compared among genotypes using one-way analysis of variance or two independent sample t-test after merging the genotypes. p
Discussion
In recent years, acute poisoning incidents caused by OPs have been reduced, while the chronic toxic effect on human health caused by long-term, low-dose exposure to OPs has attracted people's attention gradually [27, 28] . Cell-cycle-regulating genes may regulate ChA in the body because these genes participate in cell damage regulation and apoptosis. There are possibly two main reasons for the changes in erythrocyte ChA. First, tissue homeostasis requires an orchestrated balance between cell proliferation, cellular senescence and cell death [29] . Cells proliferate through a cell cycle that is tightly regulated by cyclin-dependent kinase activities. Cellular senescence is a safeguard programme limiting the proliferative competence of cells in living organisms. Apoptosis eliminates unwanted cells by the coordinated activity of gene products that regulate and effect cell death. Therefore, the cell-cycle genes can affect the quantity and quality of peripheral red blood cells which could influence the ChA [30, 31] . Second, the cell-cycle genes can affect chromosomal stability, and then affect the expression levels of cholinesterase-related genes, and thus affect the formation and degradation of cholinesterase. Previous studies have found that OP exposure can cause chromosomal DNA damage including telomere damage, DNA double-and single-strand breaks, chromosome aberration and micronucleus [6, 9, 32, 33] . Therefore, this study investigated the effect of cell-cycle genes on ChA. The study is the first to explore the interaction between cell-cycle genes and environmental factors in regulating ChA through the GMDR method. The principal finding was that p53 rs1042522, p53 rs1625895, p21 rs1801270, mdm2 rs3730485, sex, smoking and drinking had a potential interaction with ChA (p < 0.05), indicating that the change in ChA was the result of a combination of genes and environmental factors. Univariate analysis showed that cholinesterase activities in men, smokers and drinkers were higher than those of women, non-smokers and non-drinkers in the exposure or control group, respectively (p < 0.05), and ChA in the younger age group was significantly higher than that of the older age group in the control group (p < 0.001). Karasova et al. [34] found that ChA in smokers was higher than that in non-smokers (p < 0.05), which was consistent with our results in this study. This may be due to the components of tobacco smoke that stimulate the nervous system to increase the ChA, although further research still needs to address the specific mechanisms. However, a study from Arrieta et al. showed erythrocyte ChA had an association with age unlikely to be clinically significant [30] . We also found no interaction between age and other factors in the interactive analysis, suggesting that ChA was not affected by age.
Single-locus analyses showed there was a statistically significant difference in the ChA among the genotypes of the p21 rs1801270 locus in the control group (p = 0.033), and there were no statistically significant differences among the genotypes of other loci (p > 0.05).This indicates that the interaction of multiple single nucleotide polymorphisms (SNPs) may function in ChA although a single SNP's function seems to be negligible in analysing each SNP separately. In brief, GMDR provides the possibility for the discovery of some micro-effect genes; otherwise, the significance of these genes will be lost when ignoring inherent gene-gene interactions.
However, the nature of the gene-environment interactions among these SNPs, sex, smoking and drinking is not clear. It may be due to the genetic variation of the cell-cycle genes that affects the quantity and quality of red blood cells, which are related to the erythrocyte ChA. However, the specific purpose of this work was to investigate the gene-gene and gene-environment interactions with the hypothesis that small single-factor effects could not be detected by single-locus studies. In this study, gene polymorphism had no effect on ChA. However, by the GMDR analyses, we further established interaction models among genes and environmental factors; a potential interaction was implicated by the significant four-locus model involving the three genes p53, p21 and mdm2 (p < 0.05). In the previous reports, p53 is a tumour suppressor gene involved in the G 1 -S checkpoint and has the function of gene guarding. The p21 gene is located in the downstream position of the p53 gene in the signal path, and is a cyclin-dependent kinase inhibitor (CDKI); p21 and p53 constitute the G 1 -S checkpoints, so damaged cells stagnate in the G1 phase to reduce the formation of mutations and thus provide a tumour suppressor effect. At the same time, the p53 expression caused by DNA damage is regulated negatively by the mdm2 gene; mdm2 is an important regulator of p53 and has the function of degrading p53, and is also involved in tumour growth and metastasis [35] .Vargas-Torres et al. [18] studied p21 rs1801270 and rs1059234 genetic polymorphisms in 283 cases of cervical cancer patients and 189 cases of normal people; the results showed that mutant homozygous and heterozygous genotypes of the above two polymorphism loci were risk factors for cervical cancer. However, the results in this study indicated that the wild genotype (CC) and heterozygous genotype (AC) of p21 rs1801270 may be protective factors for cholinesterase, which is not completely consistent with the studies mentioned above. Studies have shown that the 40 bp missing genotype (SS) for the mdm2 rs3730485 locus may be a risk factor for uterine fibroids [36] ; other studies also suggested that the SS type of this locus was a risk factor for hepatocellular carcinoma [37] . Although there was no report regarding the relationship between p53 genetic polymorphisms and ChA in workers exposed to organophosphate pesticides, some researchers have studied the relationship between the three genetic polymorphism loci and micronucleus rate, and found no association between the three polymorphisms and micronucleus rate [38] . Again, we were also concerned regarding the potential biological mechanism under this interaction model among these SNPs and environmental factors in addition to the statistical significance. Therefore, in the next study we will plan to use the dual luciferase reporter gene assay to functionally verify the positive sites found in this study and to explain the effect of genetic variation on ChA from the perspective of molecular mechanisms.
The recently developed GMDR method provides covariate adjustment and is applicable to both dichotomous and continuous phenotypes to overcome the drawbacks of the MDR approach [39] [40] [41] . As presented in our results, the strength of interactions was different between with and without covariate adjustment, verifying that the loss of prediction ability may result from ignoring a covariate [39] . In our analyses, we employed gender, age, smoking, drinking and working duration as covariates.
In conclusion, our study has tested the association between three candidate genes and environmental factors in omethoate-exposure pollution based on single-locus and multilocus analyses. Our findings support the hypothesis that the SNPs from some of these candidate genes and environmental factors influence the pesticide-exposure reactions in an interactive manner. From the perspective of application and research, the significance of this discovery is: to screen susceptible populations and lay the theoretical foundation for the prevention and treatment of occupational diseases; and to discover the relevant genetic variation and provide clues for future study of the mechanism. 
